SEQ ID N0:1 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



RNGABA 1739 bp mRNA linear ROD 22-JUN-1992 

R.norvegicus mRNA for GABA(A) receptor gamma- 1 subunit. 
X57514 

X57514.1 GI:56175 
GABA (A) receptor gamma -1 subunit. 
Rattus norvegicus . 
Rattus norvegicus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; 
Rattus . 

1 (bases 1 to 1739) 

Ymer,S., Draguhn,A., Wisden,W., Werner, P., Keinanen,K., 
Schof ield, P.R. , Sprengel,R., Pritchett, D.B . and Seeburg,P.H. 
Structural and functional characterization of the gamma 1 subunit 
of GABAA/benzodiazepine receptors 
EMBO J. 9 (10) f 3261-3267 (1990) 
91006020 
2170110 

Location/Qualifiers 
1. .1739 

/organism= "Rattus norvegicus" 
/db_xref ="taxon: 10116" 
100. .1497 
/codon_start=l 

/product = "GABA (A) receptor gamma- 1 subunit" 

/prot ein_id= " CAA4 073 9.1" 

/ db_xr e f = " GI : 5 6 1 7 6 " 

/db_ xref = " SWISS - PROT : P2 3 5 74 " 

/ 1 r ans 1 a t i on= " MGSGKVFLFS PSLLWS QTRGVRLI FLLLTLHLGNC IDKADDEDD 
EDLTMNKTWVXiAPKIHEGDITQILNSLLQGYDNKLRPDIGV^PTVIETDvTVNSIGPV 
DPINMEYTIDIIFAQTWFDSRLKFNSTMKVLMLNSNMVGKIWIPDTFFRNSRKSDAHW 
ITTPNRLLRIWSDGRVLYTLRLTINAECYLQLHNFPMDEHSCPLEFSSYGYPKNEIEY 
KWKKPSVEVADPKYWRLYQFAFVGLRNSTEISHTISGDYIIMTIFFDLSRRMGYFTIQ 
TYIPCILTVVLSWSFWINKDAVPARTSLGITTVLTMTTLSTIARKSLPKVSYVTAMD 
LFVSVCFIFVFAALMEYGTLHYFTSNNKGKTTRDRKLKSKTSVSPGLHAGSTLIPMNN 
ISMPQGEDDYGYQCLEGKDCATFFCCFEDCRTGSWREGRIHIRIAKIDSYSRIFFPTA 

FALFNLVYWVGYLYL " 
sig_peptide 100. .204 

matjpeptide 205. .1494 

/ product = " GABA (A) receptor gamma -1 subunit" 
BASE COUNT 528 a 350 c 344 g 516 t 1 others 

ORIGIN 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
PUBMED 
FEATURES 

source 



CDS 



Query Match 77.3%; Score 1080.2; DB 10; Length 1739; 

Best Local Similarity 86.6%; Pred. No. 9.4e-236; 
Matches 1213; Conservative 2; Mismatches 



2; 



180; Indels 



6 ; Gaps 



Qy 

Db 



1 ATGGGTCCTTTGAAAGCTTTTCTCTTCTCCCCTTTTCTTCTGCGGAGTCAAAGTAGAGGG' 60 

in Him II Mill .11-11 Mill MM M III MMIIMI MUM 

100 ATGGGTTCTGGGAAAGTCTTCCTTTTCTCTCCTTCCCTCCTGTGGAGTCAAACTAGAGGA 15 9 



Qy 61 GTGAGGTTGGTCTTCTTGTTACTGACCCTGCATTTGGGAAACTGTGTTGATAAGGCAGAT 120 

MINIMI I lllllllllll lllllllll 1 1 1 M 1 1 1 1 1 lllllll MINI 

Db 160 GTGAGGTTGATATTCTTGTTACTAACCCTGCATCTGGGAAACTGCATTGATAAAGCAGAT 219 
Qy 121 GATGAAGATGATGAGGATTTAACGGTGAACAAAACCTGGGTCTTGGCCCCAAAAATTCAT 180 

II 1 1 1 1 1 1 1 1 1 1 1 1 lllllll! Illlllllll lllllllllll II lllllllll 

Db 220 GATGAAGATGATGAAGATTTAACTATGAACAAAACATGGGTCTTGGCACCTAAAATTCAT 279 
Qy 181 GAAGGAGATATCACACAAATTCTGAATTCATTGCTTCAAGGCTATGACAATAAACTTCGT 24 0 

III MM INI I Mil I Mill II II II MINIMI Mill II lllllllll 

Db 2 80 GAAGGAGATATCACACAGATTCTCAACTCTTTACTTCAAGGCTATGATAACAAACTTCGT 33 9 
Qy 241 CCAGATATAGGAGTGAGGCCCACRGTAATTGAAACTGATGTTTATGTAAACAGCATTGGA 300 

lllllllllll Mill II 1 1 hi Ml MM II II I II II II I II II lllllll II II I 

Db 340 CCAGATATAGGCGTGAGACCCACAGTAATTGAAACTGATGTTTATGTAAACAGCATTGGA 3 99 
Qy 301 CCAGTTGATCCAATTAATATGGAATATACAATAGATATAATTTTTGCCCAAACCTGGTTT 3 60 

II MINN! II II Mill II II Mill II MIMIIMM II Mill 

Db 400 CCTGTTGATCCCATAAACATGGAGTACACGATAGACATCATTTTTGCCCAGACTTGGTTC 459 
Qy 361 GACAGTCGTTTAAAATTCAATAGTACCATGAAAGTGCTTATGCTTAACAGTAATATGGTT 42 0 

II II I MM I II Mill II lllllllllll III INI I INI II II Mill 

Db 460 GATAGCCGTTTAAAGTTCAACAGCACCATGAAAGTCCTTATGCTTAACAGCAACATGGTG 519 
Qy 421 GGAAAAATTTGGATTCCTGACACTTTCTTCAGAAACTCAAGAAAATCTGATGCTCACTGG 4 80 

II II I II 1 1 1 II 1 1 MIIIMI IMIIIII llllllll lllllllllll MINI 

Db 52 0 GGAAAAATTTGGATCCCTGACACGTTCTTCAGGAACTCAAGGAAATCTGATGCGCACTGG 579 
Qy 481 ATAACAACTCCTAATCGTCTGCTTCGAATTTGGAATGATGGACGAGTTCTGTATACTCTA 540 

llllllll II Mill Mill II II MM lllllll I Mill II Mill 

Db 580 ATAACAACGCCCAATCGCCTGCTGCGGATATGGAGTGATGGAAGGGTTCTCTACACTCTG 63 9 
Qy 541 AG ATTGACAATTAATGCAGAATGTTATCTTCAGCTTCATAACTTTCCCATGGATGAACAT 600 

Mill 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 II Mill II Mill MUM II I MM MM I 

Db 640 AGATTAACAATTAATGCAGAATGCTACCTTCAACTCCATAACTTTCCTATGGATGAACAT 699 
Qy 601 TCCTGTCCACTGGAATTTTCAAGCTATGGATACCCTAAAAATGAAATTGAGTATAAGTGG 660 

M II I II 1 1 1 II II 1 1 1 1 II M II II II II I II I II I II 1 1 1 II 1 1 II II I II 1 1 1 II I 

Db 700 TCCTGTCCACTGGAATTTTCAAGCTATGGATACCCTAAAAATGAAATTGAGTACAAGTGG 759 
Qy 661 AAAAAGCCCTCCGTAGAAGTGGCTGATCCTAAATACTGGAGATTATATCAGTTTGCATTT 72 0 

Ml MM I III II MM Mill IIMM II lllllllllll lllllllllll III 

Db 760 AAAAAGCCCTCAGTGGAAGTGGCTGATCCTAAGTACTGGAGATTGTATCAGTTTGCCTTT 819 
Qy 721 GTAGGGTTACGGAACTCAACTGAAATCACTCACACGATCTCWGGGGATTAKGTTATCATG 780 

. MUM Ml I II Mill IIMM lllllll Mill II Mllh llllllll 

Db 82 0 GTAGGGTTAAGAAATTCAACCGAAATCTCTCACACAATCTCCGGAGATTATATTATCATG 879 
Qy 781 ACAATTTTTTTTGACCTGAGCAGAAGAATGGGATATTTCACTATTCAGACCTACATTCCA 840 

M II I M 1 1 1 1 II II 1 1 1 1 1, | Mill llllllll I M 1 1 1 1 1 1 II 1 1 1 1 1 1 

Db 880 ACTATCTTTTTTGACCTGAGCAGACGGATGGGCTATTTCACAATTCAGACCTACATTCCG 93 9 
Qy 841 TGCATTCTGACAGTTGTTCTTTCTTGGGTGTCTTTTTGGATCAATAAAGATGCAGTGCCT 900 

MIIIMI IIIIMIIIIMM IIIIIIIIIMIIIMMII llllllll II III 

Db 94 0 TGCATTCTAACAGTTGTTCTTTCCTGGGTGTCTTTTTGGATCAACAAAGATGCTGTACCT 999 



Qy 901 GCAAGAACATCGTTGGGTATCACTACAGTTCTGACTATGACAACCCTGAGTACAATTGCC 960 

M M 1 1 1 ! I ! Illllllllllll III MIIIIIIIIMIMI llllllll II 

Db 1000 GCTAGAACATCCCTGGGTATCACTACGGTTTTGACTATGACAACCCTCAGTACAATCGCT 1059 
Qy 961 AGGAAGTCTTTACCTAAGGTTTCTTATGTGACTGCGATGGATCTCTTTGTTTCTGTTTGT 1020 

M M llllllllllllllllllll Mill II IIIIIIMIMIII Mill III 

Db 1060 AGAAAATCTTTACCTAAGGTTTCTTACGTGACAGCAATGGATCTCTTTGTCTCTGTGTGT 1119 
Qy 1021 TTCATTTTTGTTTTTGCAGCCTTGATGGAATATGGAACCTTGCATTATTTTACCAGCAAC 1080 

II lllllllll llllllll I Mill MM || | || || | || || Mill II II III 

Db 1120 TTCATTTTTGTGTTTGCAGCACTCATGGAGTATGGAACCTTGCATTATTTTACTAGTAAC 1179 
Qy 1081 CAAAAAGGAAAGACTGCTACTAAAGACAGAAAGCTAAAAAATAAAGCCTCGATGACTCCT 114 0 

I 1 1 N 1 1 II I I II I MMM Mill MM Ml I III I I II 

Db 1180 AATAAAGGAAAAA CCACCAGAGACAGGAAGCTGAAAAGCAAAACTTCGGTATCCCCA 1236 

Qy 1141 GGTCTCCATCCTGGATCCACTCTGATTCCAATGAATAATATTTCTGTGCCGCAA GAA 1197 

M Mill II II II III III IMIIMI Mill II MMM MM III III 

Db 1237 GGTCTCCATGCTGGATCTACTCTGATTCCCATGAACAACATTTCTATGCCTCAAGGGGAA 1296 
Qy 1198 GATGATTATGGGTATCAGTGTTTGGAGGGCAAAGATTGTGCCAGCTTCTTCTGTTGCTTT 1257 

I M MM II II II Mill llllllllllllll Mill I III I II lllllllll 

Db 1297 GATGATTATGGTTACCAGTGCTTGGAGGGCAAAGACTGTGCTACCTTTTTCTGTTGCTTT 13 56 
Qy 1258 GAAGACTGCAGAACAGGATCTTGGAGGGAAGGAAGGATACACATACGCATTGCCAAAATT 1317 

nK , Ml II MM II Ml II II Mill Mill I III II III 1 1 Mill IMIIMI 

Db 1357 GAAGACTGCAGAACTGGGTCCTGGAGAGAAGGGCGAATACACATACGCATTGCCAAAATC 1416 
Qy 1318 GACTCTTATTCTAGAATATTTTTCCCAACCGCTTTTGCCCTGTTCAACTTGGTTTATTGG 13 77 

IN M M M II II MM IMIMI lllllllll I MMM II MM I III 

Db 1417 GACTCCTACTCCAGGATCTTTTTCCCAACAGCTTTTGCCTTGTTCAATCTGGTTTACTGG 1476 
Qy 13 78 GTTGGCTATCTTTACTTATAA 13 98 

Mill Mill lllllllll 

Db 1477 GTTGGATATCTATACTTATAA 14 97 

SEQ ID NO: 3 Cj 0*Cfi CI &l?yP&''< 

LOCUS RNGABA i7 39 bp mRNA linear ROD 22-JUN-1992 

DEFINITION R.norvegicus mRNA for GABA(A) receptor gamma -1 subunit 
ACCESSION X57514 
VERSION X57514.1 GI: 56175 

KEYWORDS GABA(A) receptor gamma- 1 subunit. 
SOURCE Rattus norvegicus. 

ORGANISM Rattus norvegicus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodent ia; Sciurognathi / Muridae; Murinae • 
Rattus. ' 
REFERENCE 1 (bases 1 to 1739) 

AUTHORS Ymer,S., Draguhn,A., Wisden,W., Werner, P., Keinanen,K., 

Schofield,P.R. , Sprengel,R., Pritchett , D . B . and Seeburg,P.H. 
TITLE Structural and functional characterization of the gamma 1 subunit 

of GABAA/benzodiazepine receptors 
JOURNAL EMBO J. 9 (10), 3261-3267 (1990) 
MEDLINE 91006020 
PUBMED 2170110 



FEATURES Location/Qualif iers 

source 1 . . 1739 

/organisms "Rattus norvegicus" 
/ db_xr e f = " t axon : 1 0 1 1 6 " 
CDS 100. .1497 

/codon_start=l 

/ p roduc t = " GAB A ( A ) receptor gamma-1 subunit" 

/protein_id="CAA40739. 1" 

/db_xref= M GI : 56176" 

/ db_xre f = " S WI SS - PROT : P2 3 5 74 » 

/translations "MGSGKVFLFSPSLLWSQTRGVRLIFLLLTLHLGNCIDKADDEDD 
EDLTMWKTWLAPKIHEGDITQILNSLLQGYDNKLRPDIGVRPTVIETDVYVNSIGPV 
DPINMEYTIDIIFAQTWFDSRLKFNSTMKVLMLNSNMVGKIWIPDTFFRNSRKSDAHW 
ITTPNRLLRIWSDGRVXYTLRLTINAECYLQLHNFPMDEHSCPLEFSSYGYPKNEIEY 
KWKKPSVEVADPKYWRLYQFAFVGLRNSTEISHTISGDYIIMTIFFDLSRRMGYFTIQ 
T Y I P C I LTWL S WVS FW I NKDAVP ARTS LG I TT VLTMTTL S T I ARKS LPKVS YVTAMD 
LFVSVCFI F VFAALME YGTLH YFTSNNKGKTTRDRKLKS KTSVS PGLHAGS TL I PMNN 
ISMPQGEDDYGYQCLEGKDCATFFCCFEDCRTGSWREGRIHIRIAKIDSYSRIFFPTA 
FALFNLVYWVGYLYL " 

sig_j>eptide 100. .204 

mat_peptide 205. .1494 

/ product= " GABA (A) receptor gamma-1 subunit" 
BASE COUNT 528 a 350 c 344 g 516 t 1 others 

ORIGIN 

Query Match 80.4%; Score 619.6; DB 10; Length 173 9; 

Best Local Similarity 87.8%; Pred. No. 3,2e-135; 

Matches 676; Conservative 0; Mismatches 94; Indels 0; Gaps 

ATGGGTCCTTTGAAAGCTTTTCTCTTCTCCCCTTTTCTTCTGCGGAGTCAAAGTAGAGGG 6 0 

1 1 1 1 1 1 M Mill M II Mill MM II III MINIMI MUM 



MIMIMI I MIIMIMM lllllllll MIIMIMI lllllll MUM 

GTGAGGTTGATATTCTTGTTACTAACCCTGCATCTGGGAAACTGCATTGATAAAGCAGAT 
GATGAAGATGATGAGGATTTAACGGTGAACAAAACCTGGGTCTTGGCCCCAAAAATTCAT 

Ml III I MM III llllll II II I II I II II Ml II Mill I M MIMIMI 

GATGAAGATGATGAAGATTTAACTATGAACAAAACATGGGTCTTGGCACCTAAAATTCAT 
GAAGGAGATATCACACAAATTCTGAATTCATTGCTTCAAGGCTATGACAATAAACTTCGT 

1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 Mill II II M llllllllllllll II lllllllll 

GAAGGAGATATCACACAGATTCTCAACTCTTTACTTCAAGGCTATGATAACAAACTTCGT 
CCAGATATAGGAGTGAGGCCCACAGTAATTGAAACTGATGTTTATGTAAACAGCATTGGA 

MIIMIMM Mill 1 1 1 1 [ 1 1 1 1 1 r 1 1 1 1 1 f I M r 1 1 1 1 1 1 1 1 f I f M 1 1 1 1 f 1 1 1 

CCAGATATAGGCGTGAGACCCACAGTAATTGAAACTGATGTTTATGTAAACAGCATTGGA 
CCAGTTGATCCAATTAATATGGAATATACAATAGATATAATTTTTGCCCAAACCTGGTTT 

M MM MM M M Mill II II Mill II MIIMIMM II Mill 



0; 




Qy 


1 


Db 


100 


Qy 


61 


Db 


160 


Qy 


121 


Db 


220 


Qy 


181 


Db 


280 


Qy 


241 


Db 


340 


Qy 


301 


Db 


400 




Qy 


361 


Db 


460 


Qy 


421 


Db 


520 


Qy 


481 


Db 


580 


Qy 


541 


Db 


640 


Qy 


601 


Db 


700 


Qy 


661 


Db 


760 


Qy 


721 


Db 


820 



II II MINI! Mill II lllllllllll I MM III MINI II Mill 



GGAAAAATTTGGATTCCTGACACTTTCTTCAGAAACTCAAGAAAATCTGATGCTCACTGG 480 

MMIMMIMM 1 1 1 1 1 1 1 1 llllllll MUM 1 1 1 II J 1 1 II I llllll 

GGAAAAATTTGGATCCCTGACACGTTCTTCAGGAACTCAAGGAAATCTGATGCGCACTGG 579 



llllllll II Mill Mill II M MM IMIMI I Mill II MM 



AGATTGACAATTAATGCAGAATGTTATCTTCAGCTTCATAACTTTCCCATGGATGAACAT 600 

Mill III MMIMMIMM II Mill II MM MM I II MIMMIMM 

AGATTAACAATTAATGCAGAATGCTACCTTCAACTCCATAACTTTCCTATGGATGAACAT 699 
TCCTGTCCACTGGAATTTTCAAGCTATGGATACCCTAAAAATGAAATTGAGTATAAGTGG 660 

IIIIIIIMIIIIIIIIII I flllllllll fill III lllllll MINIMI MIMI 

TCCTGTCCACTGGAATTTTCAAGCTATGGATACCCTAAAAATGAAATTGAGTACAAGTGG 75 9 



lllllllllll M MINI MINIMI I! lllllllllll IIIIIIIIMI III 

AAAAAGCCCTCAGTGGAAGTGGCTGATCCTAAGTACTGGAGATTGTATCAGTTTGCCTTT 
GTAGGGTTACGGAACTCAACTGAAATCACTCACACGATCTCTGGGGATTA 770 

1 1 1 1 1 1 1 1 1 I II IMII MINI II II I M Mil II Mill 



